Key indicators: single-crystal X-ray study; T = 293 K; mean (C-C) = 0.002 Å; R factor = 0.039; wR factor = 0.112; data-to-parameter ratio = 15.8.
The pyrimidine and benzene rings in the title compound, C 10 H 8 N 2 O 2 , form a dihedral angle of 71.03 (7) , with the roughly orthogonal benzene ring being folded towards one of the pyrimidine N atoms. In the crystal, pairs of O-HÁ Á ÁN hydrogen bonds connect molecules related by twofold symmetry into dimeric aggregates. These associate into a supramolecular chain propagating along the b axis by way of C-HÁ Á Á contacts. The chains are cross-linked byinteractions that occur between pyrimidine rings [ring centroid-centroid distances = 3.5393 (9) and 3.5697 (9) Å ].
Related literature
For background to the fluorescence properties of compounds related to the title compound, see: Kawai et al. (2001) ; Abdullah (2005) . For a related structure, see: Nasir et al. (2010) . 
Experimental

Data collection
Bruker SMART APEX CCD diffractometer Absorption correction: multi-scan (SADABS; Sheldrick, 1996) T min = 0.901, T max = 1.000 8265 measured reflections 2048 independent reflections 1569 reflections with I > 2(I) R int = 0.027 Refinement R[F 2 > 2(F 2 )] = 0.039 wR(F 2 ) = 0.112 S = 1.01 2048 reflections 130 parameters 1 restraint H atoms treated by a mixture of independent and constrained refinement Á max = 0.17 e Å À3 Á min = À0.18 e Å À3 Table 1 Hydrogen-bond geometry (Å , ).
Cg1 is the centroid of the C5-C10 ring. (1) 3.0292 (16) 163 (2) Data collection: APEX2 (Bruker, 2009); cell refinement: SAINT (Bruker, 2009); data reduction: SAINT; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008) ; program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: ORTEP-3 (Farrugia, 1997) and DIAMOND (Brandenburg, 2006) ; software used to prepare material for publication: publCIF (Westrip, 2010) . Z Abdullah thanks the Ministry of Higher Education, Malaysia, for research grants (PS341/2010, FP047/2008 C and RG027/09AFR). The authors are also grateful to the University of Malaya for support of the crystallographic facility. et al. 2001; Abdullah, 2005) . The molecule of (I), Fig. 1 , is bent with the dihedral angle formed between the pyrimidine and benzene rings being 71.03 (7) °. The plane through the pyrimidine ring cuts through the orthogonal plane through the benzene ring, which is folded to be disposed towards the N1 atom. The overall conformation resembles that reported recently for 2-(3-methoxyphenoxy)pyrimidine (Nasir et al., 2010) . The hydroxy group is directed away from the pyrimidine ring, an orientation that facilitates the formation of a O-H···N hydrogen bond with a molecule related by 2-fold symmetry, Table   1 . The dimeric aggregates are linked via C-H···π interactions occurring between a pyrimidine-H and the benzene ring. The result of these interactions is the formation of a supramolecular chain along the b axis, Fig. 2 and Table 1 . The chains thus formed are consolidated into the crystal structure by π-π interactions occurring between the pyrimidine rings that stack along the c axis [ring centroid(N1,N2,C1-C4)···ring centroid(N1,N2,C1-C4) i,ii = 3.5393 (9) and 3.5697 (9) Å, respectively, with inclination angles = 16 and 0 °, respectively, for i: 1 -x, y, 3/2 -z and ii: 3/2 + x, 3/2 + y, 1 + z]; Fig. 3 .
Experimental 1,2-Dihydroxybenzene (12 g, 108 mmol) was mixed with sodium hydroxide (4.32 g, 108 mmol) in several drops of water.
The water was then evaporated and the resulting paste heated with 2-chloropyrimidine (2 g, 18 mmol) at 423-433 K for 5 h. The product was dissolved in water and the solution extracted with chloroform. The chloroform phase was dried over sodium sulfate; the evaporation of the solvent gave well shaped colourless blocks of (I).
Refinement
Carbon-bound H-atoms were placed in calculated positions (C-H 0.93 Å) and were included in the refinement in the riding model approximation, with U iso (H) set to 1.2U equiv (C). The O-bound H-atom was located in a difference Fourier map, and was refined with a distance restraint of O-H 0.84±0.01 Å, and with U iso (H) set to 1.5U equiv (O). Fig. 1 . The molecular structure of (I) showing displacement ellipsoids at the 50% probability level. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating Rfactors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
Figures
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 ) 0.0621 (7) 0.0705 (7) 0.0534 (6) −0.0158 (5) −0.0041 (5) 0.0089 (5) N1 0.0372 (6) 0.0360 (6) 0.0557 (7) 0.0015 (4) −0.0036 (5) −0.0019 (5) N2 0.0337 (6) 0.0490 (6) 0.0441 (6) −0.0023 (5) 0.0010 (4) 0.0043 (5) C1 0.0352 (6) 0.0372 (6) 0.0343 (6) −0.0008 (5) −0.0012 (5) 0.0006 (5) C2 0.0516 (8) 0.0359 (7) 0.0686 (10) 0.0031 (6) −0.0070 (7) −0.0024 (6) C3 0.0606 (9) 0.0385 (7) 0.0634 (9) −0.0089 (6) 0.0005 (7) 0.0007 (6) C4 0.0423 (7) 0.0553 (8) 
Hydrogen-bond geometry (Å, °)
Cg1 is the centroid of the C5-C10 ring. 
